Supplementary
: Recruitment dynamics of AR highly enriched genes by Ncb2 as compared to AS isolate. Chromatin-immunoprecipitation (ChIP) showing Ncb2 enrichment in AR and AS isolates. Enrichment at ADH1 and ACT1 promoters were used as positive and negative controls for Ncb2 binding. IN, C, and T indicate input, control (ChIP using pre-immune serum), and test (ChIP using anti-Ncb2 antibody), respectively. M indicates molecular size marker (GeneRuler 1 kb DNA ladder from Thermo Fischer Scientific).
Supplementary Figure S5: Expression analysis of AR exclusive Ncb2 enriched genes.
Expression of AR exclusive Ncb2 enriched genes was analyzed by semi-quantitative RT-PCR. Expression of CDR1 and CDR2 were used as positive controls. Expression of ACT1 gene was used as endogenous control that equally expressed in both the isolates.
Supplementary Figure S6: Ncb2 exclusively occupied a set of genes in AR isolate.
Chromatin-immunoprecipitation by using anti-Ncb2 antibody demonstrated Ncb2 exclusive occupancy in AR isolate. ADH1 and ACT1 were used as positive and negative controls for Ncb2 binding in both the isolates. IN, C, and T indicate input, control (ChIP using pre-immune serum) and test (ChIP using anti-Ncb2 antibody), respectively. M indicates molecular size marker (GeneRuler 1 kb DNA ladder from Thermo Fischer Scientific).
Supplementary Figure S7: Ncb2 exclusively occupied host of genes in AS isolate.
Agarose gels demonstrating expression pattern of AS exclusive enriched genes. Semi-quantitative RT-PCR was used to study the difference in the expression pattern in both the isolates. CDR1 and ACT1 expression was used as positive and negative controls.
Supplementary Figure S8: Ncb2 enrichment profile of AS exclusive genes.
ChIP was used to study the Ncb2 enrichment profile of AS exclusive genes. ADH1 and ACT1 were used as positive and negative controls for Ncb2 binding in both the isolates. IN, C, and T indicate input, control (ChIP using pre-immune serum), test (ChIP using anti-Ncb2 antibody), respectively. M indicates molecular size marker (GeneRuler 1 kb DNA ladder from Thermo Fischer Scientific).
Supplementary Figure S9
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